Background: C. gloeosporioides sensu lato is one of the most economically important post-harvest diseases affecting papaya production worldwide. There is currently no information concerning the genetic structure or demographic history of this pathogen in any of the affected countries. Knowledge of molecular demographic parameters for different populations will improve our understanding of the biogeographic history as well as the evolutionary and adaptive potential of these pathogens. In this study, sequence data for ACT, GPDH, β-TUB and ITS gene regions were analyzed for C. gloeosporioides sensu lato and C. truncatum isolates infecting papaya in Trinidad and Mexico in order to determine the genetic structure and demographic history of these populations.
Background
Colletotrichum gloeosporioides is one of the most common and widely distributed plant pathogens in the world [1, 2] and has been associated with a minimum of 470 different host genera, either as a pathogen or as an endophyte [3] . The fungus can cause quiescent infections that result in severe losses due to pre-and postharvest disease in a wide range of fruit crops [4] . C.
gloeosporioides is considered to be a species complex but for practical reasons, it may be simpler to refer to the taxa as a species complex rather than using intraspecific designations [5, 6] .
Anthracnose disease is one of the most economically important post-harvest diseases affecting papaya (Carica papaya L.) production worldwide [7] . C. gloeosporioides sensu lato is the pathogen most commonly associated with anthracnose of papaya. C. acutatum from papaya in Australia was identified as an ex-epitype strain by Simmonds in 1965, but it has not been reported in papaya since that time. There have been reports of C. truncatum (syn. C. capsici [6] ) infecting papaya in Trinidad [8] , Japan [9] , Florida [10] , Thailand [11] and in Mexico [12] , but, anthracnose infection in papaya by C. truncatum is more widespread and severe in Mexico than in other affected countries.
Global trade in papaya is dominated by USA, Canada and the EU [13] . Independently, production and export of papaya as fresh fruit in the Caribbean have increased over the last decade but the leading producers are Latin and Central America (50%), Asia and the Pacific (30%) and Africa (20%) [13] . Trinidad (10.5526°N, 61.3152°W) is one of the larger member islands of the Lesser Antilles in the West Indies. It lies in the Caribbean Sea, off the north-eastern coast of Venezuela; east of Trinidad is the Atlantic Ocean (Figure 1 ). It lies approximately 2893 km from Mexico. Papaya is an important fruit crop in Trinidad and two cultivars are commonly grown, 'Red lady' and 'Tainung No. 2 -F1 hybrid'. Mexico is ranked among the leading global producers of papaya [13, 14] ; Chiapas, Veracruz, Oaxaca and the Yucatan Peninsula are the main producing states [15] . 'Maradol' is the most widely grown cultivar and the fruit is exported to several countries but mainly to USA and Canada. The Yucatan Peninsula (20.8333°N, 89.0000°W) in southern Mexico separates the Gulf of Mexico from the Caribbean Sea. It lies in south-eastern Mexico and is north of Guatemala and Belize. Off of the eastern coast is the Caribbean Sea and to the west is the Pacific Ocean.
It is widely believed that papaya originated from the Caribbean coast of Central America [7, 16] through natural hybridization between Carica peltate and another wild species [17] . Historical records indicate that papaya seeds were taken to the Panama coast and to the Dominican Republic before 1525 and cultivation spread throughout the other islands of the Caribbean by 1616 [7] . There is currently no information regarding the population structure or demographic history of C. gloeosporioides sensu lato and C. truncatum as pathogens of C. papaya in any of the affected countries. Cannon et al. [5] purported that unique C. gloeosporioides sensu lato genotypes may become adapted to occupy specific geographical areas and which may be associated with host coevolution. The genetic diversity of C. gloeosporioides sensu lato isolates is large where native or naturalized host species occur compared to locations where the host species has been recently introduced [18] . One of the underlying hypotheses of this study is the possible inter-dependence of the phylogeographic histories of C. gloeosporioides sensu lato, C. truncatum and the host; this hypothesis is, in part, based on the assumption that the Caribbean coast of Mexico is the centre of origin of the host species and the first distribution of the host species occurred in the Caribbean by the 16 th century. One approach for deriving meaningful information on population genetics is by comparing multiple nucleotide sequences, including arbitrary regions [19] , and subsequent assessment of calculated patterns of diversity, tests of selection (Tajima's D, Fu and Li's F* and D* statistics), gene flow, linkage disequilibrium and migration [20] . Many potential markers are inappropriate for certain applications due to low sequence variability (e.g., rpoB, ndhJ, accD, atpB, COX1, 5.8S rRNA) [21] . A comparison of genic regions that exhibit the greatest level of polymorphisms to allow intra-specific genotyping is preferred [22, 23] . Multi-gene phylogenetics have been used to systematically characterize Colletotrichum species relationships [24] [25] [26] [27] [28] . For example, Prihastuti et al. [28] used six genes, the nuclear rDNA internal transcribed spacer (ITS) region, partial actin (ACT), β-tubulin (β-TUB), calmodulin (CAL), glutamine synthetase (GS) and glyceraldehyde 3-phosphate dehydrogenase (GPDH) to study C. gloeosporioides sensu lato and concluded that species relationships could be resolved.
Knowledge of molecular demographic parameters, such as the effective population sizes, levels of species divergence, and rates of gene flow and migration patterns between populations will elucidate the biogeographic histories of the species, the evolutionary and adaptive potential of these pathogens; information on the genetic structure of these populations can also assist in the development of disease management strategies i.e. pesticide use, predicting resistance breakdown, production of disease resistant transgenics and in streamlining cultural practices [29] [30] [31] [32] . Understanding the evolution of epidemics ensures that the full spectrum of genetic variability of the pathogen population is captured or represented when screening against genetic host tolerance, fungicide sensitivity, or any research application where pathogen diversity is relevant to the outcome of any proposed intervention strategy.
The objectives of this study were to (i) compare the genetic and population structure of isolates of C. gloeosporioides sensu lato and C. truncatum from Mexico and Trinidad and (ii) determine the demographic history of these isolates based on multi-locus sequence data.
Results
Isolate collection data for Trinidad and Mexico is summarized in Table 1 .
DNA divergence
Measures of DNA divergence enabled gene-by-gene comparisons of the level of genetic diversity in each population under study. C. gloeosporioides sensu lato isolates from Trinidad had more segregating sites (S) in the ACT and ITS sequences than those from Mexico as well as a greater number of mutations (Eta) and haplotypes (h) than Mexico. Haplotype diversity (Hd T ) was highest for ACT but there were near equivalent values for the other three genes. The highest number of haplotypes (h T ) was obtained for the ACT gene, followed by GPDH, β-TUB and ITS (Table 2(a)). Only one haplotype of the GPDH gene was shared between the two populations.
The C. gloeosporioides sensu lato isolates from Mexico had a higher number of nucleotide differences (k) and consequentially, higher nucleotide diversity (Pi) than Trinidad for all four genes. A comparison of DNA divergence parameters for the four genes indicated that GPDH had the highest cumulative number of polymorphic sites, total number of mutations and the highest average number of nucleotide differences followed by ACT, ITS and β-TUB had the lowest. There were no fixed differences among the four genes. Watterson's theta (θ-W per site and per sequence) was also higher for ACT and ITS (Trinidad) while theta was higher for GPDH and β-TUB (Mexico). Generally, the conservation threshold (CT) was highest for β-TUB and ITS genes (Trinidad and Mexico) and lowest for GPDH (Mexico). There were no shared mutations in the β-TUB gene; GPDH and ITS had a near equivalent number of shared mutations and ACT had the least number . The average and net number of nucleotide substitutions per site between populations were highest for GPDH, followed by ACT, β-TUB and ITS (Da and Dxy (JC)). The average number of nucleotide differences (K T ) and consequentially, nucleotide diversity (Pi T ) were highest for GPDH, followed by ACT (Table 3 (a)).
C. truncatum isolates from Trinidad had no polymorphisms in the sequences of three gene regions (GPDH, β-TUB and ITS) analyzed and as such certain population genetics statistics could not be computed. The Mexico population had greater diversity for all parameters. None of the haplotypes were shared between the two populations except for one haplotype of the GPDH gene. The conservation threshold was highest for β-TUB and ITS and near equivalent for Trinidad and Mexico. GPDH had the lowest conservation threshold value for both populations (Tables 2(b) and 3(b)).
Genetic differentiation and population structure
An assessment of the genetic differentiation was conducted to determine the level of sub-population structuring for all isolates and for each gene analyzed. Hudson's S nn statistic also suggested that the two populations were highly structured; S nn values were a) ). For the ITS gene regions, however, the S nn value was closer to 0.5 than to 1.0. Hudson's S nn statistic indicated that the C. truncatum populations were highly structured (S nn values were close to 1.0) for ACT, β-TUB and ITS gene regions but, the S nn value for the GPDH gene region was close to 0.5 (Table 3 (b)). STRUCTURE was used to determine population subdivision for all gene regions. Individuals with membership coefficients of q i ≥ 0.7 were assigned to a specific genetic cluster. Sub-division was detected for all gene regions of all isolates of the C. gloeosporioides sensu lato Trinidad population with a maximum of three genetic clusters for ITS and two clusters for the other three gene regions. Sub-division was also detected in the C. gloeosporioides sensu lato Mexico population with a maximum of two genetic clusters for ACT, GPDH and β-TUB. However, sub-division was not detected for the ITS gene region for the Mexico isolates and a single population appeared to predominate (Figures 2 and 3 ). Evidence of gene flow was apparent for the two populations of C. gloeosporioides sensu lato isolates for three of the four genes (Table 4(a)).
With respect to C. gloeosporioides sensu lato isolates, AMOVA indicated population sub-structuring for the Trinidad and Mexico populations; of the total observed variation in the ACT gene, 13% was between populations and 87% was within populations. For the other three genes, there was 9 to 10% variation between populations and 90 to 91% variation within populations ( Figure 4A ).
For C. truncatum isolates, after 1,000 permutations, G ST values were high for three genes (ACT, β-TUB and ITS) and ranged from 0.454 to 0.656 suggesting a high level of genetic differentiation between C. truncatum populations. However, AMOVA identified that of the total observed variation in the ACT gene, 57% was between populations and 43% was within populations; in the GPDH gene it was 5% and 95%; in the β-TUB gene it was 71% and 24%; in the ITS gene it was 82% and 18%, respectively ( Figure 4B ). There was no gene flow between the two C. truncatum populations for any of the genes (Table 4 (b)). There was no significant linear relationship between genetic and geographic distances and therefore, a poor fit of the isolation by distance model for C. gloeosporioides sensu lato isolates from Trinidad and Mexico. Isolation by distance could not explain the genetic structure of the Trinidad and Mexico populations (Table 5) .
Linkage disequilibrium
Significant LD was found for all four genes in C. gloeosporioides sensu lato populations from Trinidad and Mexico. There was a higher percentage of significant pairwise comparisons for three genes (ACT, β-TUB, ITS) for the Trinidad population than for the Mexico population. For Mexico, the highest percentage of LD was found in the GPDH gene (54.29%). For the Trinidad population, the highest percentage of LD was found in the β-TUB gene (100.00%) ( Table 6 ). LD could not be computed for C. truncatum isolates. negative for all four genes in the C. gloeosporioides sensu lato Mexico population and for three genes (ACT, GPDH and ITS) in the C. gloeosporioides sensu lato Trinidad population. Only β-TUB (Trinidad) had positive D-values but these were not significant at P ≤ 0.05. For both Trinidad and Mexico populations, three genes, ACT, GPDH and ITS, had Tajima's D-values that were less than zero and were significantly different from the neutral assumption which suggest recent population expansion or selection. The F* statistic was negative and significantly (P ≤ 0.02) deviated from the assumption of neutrality for three genes (ACT, β-TUB and ITS) in the Trinidad population. The D* statistic significantly deviated from the null hypothesis for ITS (Trinidad) at P ≤ 0.02, but ACT (Trinidad) and GPDH (Mexico) deviated significantly at P ≤ 0.05 and were large negative values (Table 7 (a)). The C. truncatum population from Trinidad could not be assessed because there were no polymorphisms for three of the four genic regions. Data for only the ACT gene (Trinidad) was analyzed, but none of the tests of neutrality were significant at the stipulated alpha levels. Tajima's D and Fu and Li's F* and D* statistics were negative and significant at P ≤ 0.05 and P ≤ 0.02 levels respectively for the β-TUB (Mexico) ( Table 7 (b)).
Population size changes
(b)Mismatch distribution and demographic expansion Mismatch distribution was used to determine patterns of demographic expansion for all populations and to test the null hypothesis of population growth. With respect to C.
gloeosporioides sensu lato isolates, none of the sums of squared deviations (SSD) of mismatch distribution was significant for the ACT and GPDH gene regions indicating a fit to the demographic expansion model tested. These results suggest that the deviation from neutrality was due to recent population expansion. For both populations, the sums of squared deviations (SSD) of mismatch distribution for β-TUB and ITS gene regions were significant which provides evidence to reject the null hypothesis of recent population expansion (Table 7 (a)). Based on the demographic data for β-TUB, the potential role for selection in shaping substitution mismatch distribution was not significant for the GPDH and ITS gene regions of the Mexico population which provides evidence to reject the null hypothesis of recent population expansion (Table 7 (b)).
Migration estimates
Historical migration between populations was estimated. For C. gloeosporioides sensu lato isolates, there was evidence of asymmetrical migration from Mexico to Trinidad for three gene regions (ACT, GPDH and ITS) as migration rates were higher for the Mexico to Trinidad direction than in the opposite direction. β-TUB was shown to be under positive selection and would not be exchanged in gene flow events. The effective population size was also larger for Mexico than for Trinidad. The number of immigrants was higher for the Trinidad population for the three genes than for the Mexico population. The 2.5%, 97.5% and the mean likelihood estimates are presented (Table 8 ). Gene flow estimates from G ST values corresponded to migration patterns deduced by MIGRATE.
Discussion
The objectives of this study were to (i) compare the genetic and population structure of isolates of C. gloeosporioides sensu lato and C. truncatum from Mexico and Trinidad and (ii) determine the migration Figure 3 Bar plot shows Q (estimated membership coefficients by posterior probability) for each gene region for the Mexico population of Colletotrichum gloeosporioides sensu lato. The height of each region within an individual bar is the measure of proportional affiliation. Individuals with membership coefficients of q i ≥ 0.7 were assigned to a specific genetic cluster.
pattern of these isolates based on multi-locus sequence data. A higher degree of haplotype and nucleotide diversity is expected in an ancestral population [33] [34] [35] . We found greater nucleotide diversity in the Mexico C. gloeosporioides sensu lato population for all genes and greater haplotype diversity in the Trinidad C. gloeosporioides sensu lato population for ACT and GPDH genes alone. The measures of haplotype diversity, Hd, can range from zero, meaning no diversity, to 1.000, which indicates high levels of haplotype diversity [34] . With respect to the Mexico population, all four genes had a haplotype diversity index that ranged from 0.768 to 0.863 indicating high levels of diversity for each gene. With respect to the Trinidad population, all four genes had a haplotype diversity index that ranged from 0.576 to 0.922 indicating a wider range of diversity spanning moderate to high levels of diversity for each gene. If Mexico was the older ancestral population and Trinidad the more recent population, then there would be more time for accumulation of nucleotide changes and nucleotide diversity in Mexico compared to Trinidad. This would explain the differences in nucleotide diversity in the two populations. Further, if gene flow occurred and was contemporary and recurrent, then the haplotype characteristics would be similar for both populations. Because there was only one shared haplotype (for the GPDH gene) between the two populations, gene flow is likely to have been a past event. Another explanation for the differences in haplotype characteristics would be that more intensive sampling may be required to detect shared haplotypes, however, this may be unlikely as the same pattern of haplotype dissimilarity was found for all four gene regions. Gene flow is unlikely to have contributed significantly to the observed haplotype distribution across coasts. We interpreted this gene flow between C. gloeosporioides sensu lato populations as an historical event that occurred prior to isolation and divergence.
Divergent selection can impose variable genome-wide effects. For example, gene flow can override genetic differentiation at all loci except those that are directly under selection or are linked to selection [36, 37] . This explains the higher level of genetic differentiation (based on Nei's G ST values) in the β-TUB gene region which was under selection and was not exchanged in gene flow events.
We also examined the data for the occurrence of subdivision in our study isolates based Bayesian posterior probability, AMOVA, and Hudson's test statistics. We found significant within-population sub-division of the Trinidad and Mexico C. gloeosporioides sensu lato populations and low levels of genetic divergence among populations for three of the four gene regions (β-TUB was the exception). Hudson's S nn statistic indicated that the C. truncatum populations were highly sub-divided for ACT, β-TUB and ITS gene regions.
Mutation rates are usually low but can vary according to loci and pathogen and the effects are detectable when operating in conjunction with other evolutionary forces e.g. population size [31] . In this study, Watterson's estimator of mutation rate indicated that mutation may have some role in shaping the population structure of C. gloeosporioides sensu lato isolates in Trinidad and in Mexico especially with respect to the ACT and GPDH gene regions. The lowest number of mutations was obtained for the β-TUB gene region which is expected as this region was shown to be under positive selection. Strong positive selection causes a reduction in levels of nucleotide diversity (37) and the β-TUB gene region had the lowest level of nucleotide diversity of all four gene regions in the Trinidad population. Mutation in the ITS region would be tolerated once the transcribed product is not negatively affected and compensation mechanisms would be engaged because of the multi-copy number nature of this region.
Linkage disequilibrium (LD) can be influenced by a number of evolutionary factors including selection by selective sweeps in which the alleles at flanking a locus under selection are rapidly swept to high frequency or fixation due to genetic hitchhiking [32] . Population expansion can also affect LD as large populations could maintain genetic diversity generated by past recombination events even if they occurred rarely with weakly acting genetic drift to reduce variation. Population expansion has been detected for both populations in this study. Generally, the effective population size was also found to be greater for the Mexico population. If there is LD between loci in the source population, then this will contribute even further to non-random association of alleles which may explain why the Trinidad C. gloeosporioides sensu lato population appeared to have a higher LD than the Mexico population.
To further examine evolutionary forces acting on the populations of C. gloeosporioides sensu lato three neutrality test statistics (Tajima's D, and Fu and Li's D* and F*) were used in this study to examine the sequence data for departure from neutrality. D* and F* test statistics for all except the β-TUB gene were significant and negative in the Trinidad population, which we cautiously interpreted as rejection of the null hypothesis of constant population size. Other evolutionary processes such as genetic hitchhiking or extinction and recolonization events [31, 32] can cause fluctuation in population size. Additional analyses may be necessary to discriminate between the two competing alternative hypotheses that may explain changes in population size.
The Mexico population of C. truncatum isolates had higher haplotype and nucleotide diversity than the Trinidad population. But, again, there was only one shared haplotype (for the GPDH gene region) between the two populations. There was no evidence of gene flow, however, for these populations and it is likely that the haplotype characteristics reflect distinct populations that shared no past or historical migration events. Watterson's estimator of mutation rate was also lower for all four genes for C. truncatum isolates than for C. gloeosporioides sensu lato isolates. It is likely that the C. truncatum populations emerged independently of each other. Tapia-Tussel et al. [12] suggested that co-cultivation of pepper and papaya may have given rise to isolates with the ability to infect and cause disease in papaya. In Trinidad, co-cultivation of both host species is also common. Further research on tracking the migration of C. truncatum infecting a range of different hosts (including pepper) would reveal more information of the possible introduction of this species to Trinidad and Mexico.
Structural and metabolic genes that are transcribed and then translated into protein products are often used in phylogenetic analysis and for taxonomic demarcation, but their use in population genetics studies may result in a bias in the evolution of genes that are under strong selection. Nucleotides in third or wobble codon position may not be subject to positive selection but, their frequency in a given population could be affected by proximity to selected regions through genetic hitchhiking [29, 30] . In smaller and younger populations, there is also a question of insufficient variation in the genes to make substantiated explanations with respect to population genetics. The study of a single gene is also of particular concern because its genealogy may not truly reflect the history of populations or species under study and would lead to erroneous conclusions.
The relative migration rates of hosts and pathogens play a key role in determining patterns of local adaptation, which can in turn influence patterns of disease. Migration influences the evolution and sustainability of genetic diversity in host resistance, pathogen virulence genes, and fungicide resistance [29] [30] [31] . It is valuable to explore and track the co-evolutionary dynamics of hostpathogen systems. The rational use of integrated management strategies requires an understanding of pathogen adaptive dynamics. Several evolutionary phenomena, such as genetic drift, migration, and selective pressure make it possible for an escape mutant to emerge [29] . Understanding the evolution of epidemics, therefore, can lead to essential changes in the criteria for disease and quarantine control. Such data are needed to predict the emergence, genetic and population structure, and differential pathogen responses to treatment especially in highly diverse and complex ecological landscapes like the agricultural setting.
Conclusions
With respect to C. gloeosporioides sensu lato isolates, population expansion has been detected for both populations in this study, however, the effective population size was found to be greater for the Mexico population. There was also evidence of asymmetrical migration from Mexico to Trinidad for three gene regions (ACT, GPDH and ITS). Mexico appeared to be the older ancestral population and Trinidad the more recent population based on the estimated demographic parameters. This would explain the differences in nucleotide diversity in the two populations. There were also dissimilar haplotype characteristics for both populations. Watterson's estimator of mutation rate indicated that mutation may have some role in shaping the population structure of C. gloeosporioides sensu lato isolates in Trinidad and in Mexico especially with respect to the ACT and GPDH gene regions. The data suggests that C. gloeosporioides sensu lato isolates may have co-migrated with the host to
Trinidad. There was no evidence of gene flow between the C. truncatum populations and it is possible that these populations emerged independently of each other. Pathogen populations may be bound by differentlyacting evolutionary processes including recent or historical migration events, selective sweeps and extinctionrecolonization processes typical of agroecosystems [31] . Strong priority effects may enable genetic differentiation that is sufficient to move populations along independent evolutionary routes. Understanding the genetic structure of pathogen populations will assist in determining the evolutionary potential of the pathogen and in identifying which evolutionary forces may have the greatest impact on durability of resistance. Intervention strategies that target these evolutionary forces would prove to be the most practical. 
Methods

Collection and maintenance of isolates
Papaya fields in the main production areas in Trinidad and Mexico were surveyed at their harvesting stage during the period November 2010 to April 2011. Symptomatic fruit were placed in separate bags and transported to the laboratory. Fruit were surface sterilized by rinsing with 70% ethanol for 2 min, followed by three rinses with sterile distilled water. Samples were then blotted dry and placed onto individual sterile petri-dishes. A 4 mm 3 block of tissue was removed from advancing edge of each lesion and was placed in the centre of 2% water agar -WA (BactoAgar, Difco Ltd., USA) amended with 50 mg L -1 streptomycin and 50 mg L -1 tetracycline (Sigma-Aldrich Co. Ltd. USA). Plates were incubated for five days at 25°C in the dark. After incubation, a block of agar (4 mm 3 ) taken from the advancing mycelial edge of an actively growing culture was removed and placed in the centre of a PDA plate (Potato dextrose agar -PDA, Oxoid Ltd., UK) supplemented with 50 mg L -1 streptomycin and 50 mg L -1 tetracycline). Cultures were incubated for five days at 25°C in the dark. Isolates were maintained as conidial suspensions in 50% glycerol at −70°C for long-term storage (Table 1 Summary of isolate collection data for Trinidad and Mexico").
DNA extraction, PCR, and sequencing
Isolates were grown in PDB (potato dextrose broth) in the dark for nine days at 25°C in a rotary shaker at 150 rpm. The mycelial mat was removed and dried on sterile filter paper. DNA was extracted using the E.Z.N.A. DNA extraction kit (Omega bio-tek Ltd., USA). Four gene regions were amplified by PCR: ITS rDNA, partial β-tubulin (β-TUB), partial actin (ACT) and glycerol-3-phosphate dehydrogenase (GPDH) gene regions. PCR reactions were carried out using the universal primer pair ITS4/5 to amplify the ITS region (496 bp) of the nuclear ITS1-5.8S-ITS2 rDNA [38] , Bt2a/b primers for amplifcation of a 560 bp fragment of the β-tubulin gene [39] , and GPDH and ACT specific primers [40, 41] to amplify 300 bp and 290 bp fragments respectively. For each 25 μL reaction, PCR components (Invitrogen by Life Technologies Co., USA) included 1 × PCR buffer; 1.5 mM MgCl 2 , 0.2 mM dNTP, 2.5 U Taq DNA Polymerase and 50 pmoles of each primer (Integrated DNA Technologies, USA). PCR amplification conditions consisted of an initial denaturation of 5 min at 94°C followed by 35 cycles of 1 min at 94°C, 1 min at 55°C, 1 min at 72°C with a final extension of 5 min at 72°C. PCR products were sequenced directly (Amplicon Express, WA, USA and Macrogen Ltd., Korea).
The identity of the sequences of isolates and comparisons of cognate sequences available in the GenBank and EMBL public databases were made using the gapped BLASTn algorithm. Sequences of all isolates were compared to cognate sequences of epitype and ex-epitype strains of C. gloeosporioides and were identified as belonging to the C. gloeosporioides sensu lato circumscription before inclusion in subsequent analyses. Sequences of representative isolates were deposited in GenBank. A total of 204 sequences was used in the final dataset for C. gloeosporioides sensu lato isolates: 120 sequences from the Trinidad population (n = 30 for each of the four gene regions) and 68 sequences from the Mexico population (n = 17 for each of the four gene regions). A total of 84 sequences was used in the final dataset for C. truncatum isolates: 32 sequences from the Trinidad population (n = 8 for each of the four gene regions) and 52 sequences from the Mexico population (n = 13 for each of the four gene regions).
Multilocus sequence analysis
Alignments were performed using MUSCLE [42] under default parameters. Using the Se-AL programme (http:// tree.bio.ed.ac.uk), the alignment was then visually inspected, edited, and trimmed to common nucleotide lengths for ACT, GPDH, β-TUB and ITS gene regions.
DNA divergence
Standard population genetic analyses were performed using DNASP version 5.10 [43, 44] and ARLEQUIN version 3.1 [45] . There were no a priori assumptions about the isolates and their assignments to populations or subpopulations other than in the operational sense as isolates collected from a particular country i.e. isolates collected from Mexico constituted the Mexico population and those collected from Trinidad constituted the Trinidad population.
Measures of DNA divergence including the average number of nucleotide differences (k), nucleotide diversity (pi and pi(JC)) for each population were computed. Watterson's estimator of mutation rate (θ-W) on a per site and per sequence basis was also calculated for all four genes for each population. The conservation threshold was also determined.
Haplotype diversity was estimated for each gene and population, however, genealogies from haplotypic genetic data based on statistical parsimony approaches were not estimated because of there were no shared haplotypes for three of the four genes [46] .
Genetic differentiation and population structure
Genetic differentiation between pairs of populations (G ST ) [34] adapted for DNA sequence data [43, 44] was calculated and used as a preliminary estimate of gene flow using DNASP. A hierarchical analysis of molecular variance (AMOVA) was carried out to partition total variance into variance components attributable to within and between population differences and significance was assessed using 9,999 permutations of the original data using GenAlEx version 6.3 [47] . Population differentiation as a result of isolation-by-distance model was estimated based on Mantel's test using GenAlEx assuming a linear relationship between genetic and geographic distances between populations. The significance of this relationship was estimated with 9,999 permutations.
The nearest-neighbor statistic (S nn ) is a measure of how often the "nearest neighbors" (in sequence space) of sequences are from the same locality in geographic space. The statistic is applicable when genetic data are collected on individuals sampled from two or more localities. If a population is strongly structured, one expects to find the nearest neighbor of a sequence in the same locality. Thus, S nn is expected to be near 1.0 when the populations at the two localities are highly structured because the majority of sequences would be similar to other sequences of the same population and near 0.5 when the populations at the two localities are not genetically structured because the most similar sequences could come from either population with equal probability [48, 49] .
In silico PCR-RFLP for population sub-division analysis was carried out. Computer-simulated RFLP analysis of the sequences of all amplified gene regions was carried out using NEBCutter V.2 [50] and WEB-Cutter V.2 (http://bio.lundberg.gu.se/cutter2) according to the method of Ramdeen and Rampersad [51] . Twelve restriction enzymes were screened: ApaI, BamHI, DpnI, HaeIII, HindIII, HinfI, MseI, PstI, PvuII, RsaI, SmaI, and TaqI. After in silico restriction digestion, a virtual 1.5% agarose gel electrophoresis image was captured as a device-independent plot by the program pDRAW32 (http://www.acaclone.com, [52] ). Binary matrices were prepared and an assignment test based on Bayesian posterior probability implemented in STRUCTURE version 2.3.2.1 [53] [54] [55] was used to determine sub-population structuring. Ten runs with a burn-in period of 50,000 generations and 100,000 MCMC (Markov chain Monte Carlo) iterations from K = 1 to K = 5; the model does not identify K = 1. This program calculates the membership coefficients to each of the populations (Q) of every sample [55] .
Linkage disequilibrium
Linkage disequilibrium (LD) [56] was determined as the number of significant pairwise comparisons based on Fishers' exact test (P ≤ 0.05). The test was implemented in DNASP. Two loci were considered to be in LD when their associated P-value was less than 0.05. Only parsimony informative polymorphic sites were considered.
Population size changes
To determine whether a model of the population expansion was applicable to both populations we performed the neutrality tests of Tajima's D [51] and Fu and Li's D* and F* [57] [58] [59] statistics to estimate deviations from selective neutrality. Zeng et al. [60] pointed out that there are important aspects of the data that Tajima's D does not consider. As a result, it may be less powerful and may not be as efficient at detecting departures from neutrality as other alternative statistics hence the reason for implementing Fu and Li's tests. Neutrality tests were used as an indication of recent population expansion when the null hypothesis of neutrality was rejected due to significant negative values where Tajima's D statistic was significant at P ≤ 0.05; and Fu and Li's D* and F* statistic were significant at P ≤ 0.02 [58] under 10,000 coalescent simulations with the software DNASP. The significance of Tajima's D was tested by random permutation using 1,000 replicates in ARLEQUIN. Significantly negative values of these neutrality statistics although indicative of population expansion, may be due to other evolutionary forces such as background selection and genetic hitch-hiking associated with selective sweeps.
We also used analysis of mismatch distribution [61, 62] to help visualize signatures of demographic expansion for all the samples combined, and to test the null hypothesis of population growth. To test whether the observed distributions deviated significantly from those expected under the population expansion model, we computed the significance of sum of squared deviations (SSD) (with 1,000 replications) for each gene and for each population using ARLEQUIN.
We estimated the putative time of population expansion most of the populations from the tau (t) statistic (expressed in units of mutational time) which was calculated in ARLEQUIN. An estimate of Tau = 2ut is given where u = mTμ and t is the estimated time of expansion, mT is the number of nucleotide sequences under study and μ is the mutation rate per time.
The divergence time (tau) between populations of unequal size was estimated [63] . The model assumes that two populations have diverged from an ancestral population of size N 0 some T generations in the past and have remained isolated from each other ever since. From the average number of pairwise difference between and within populations the divergence time scaled by mutation rate is estimated and a conservative interpretation can be explained [45] .
Test s for migration
Historical migration between populations was estimated with MIGRATE-n version 3.0.3 [64] . MIGRATE is based on coalescent theory to estimate effective population sizes (theta = θ, also called population diversity) and allows for estimation of asymmetrical migration (M) between population pairs. Estimates of gene flow among populations were obtained using the maximum likelihood approach, full migration matrix model of 10 short chains, each with a total of 50,000 genealogies and with a sampling increment of 100 genealogies and 10 long chains, each with a total of 100,000 genealogies and a sampling increment of 100 genealogies. The first 10,000 genealogies in each chain were discarded. All other settings were default to the program. The confidence interval for θ and migration parameter M was calculated using a percentile approach [64] . The program assumes on-going exchange of migrants, therefore, if populations are isolated, then the calculated migration rate and direction would be a reflection of the populations prior to separation.
Availability of supporting data
The data set supporting the results of this article is available in the LabArchives LLC repository, http://dx.doi. org/10.6070/H4BZ63Z8.
Representative sequences, as their assigned GenBank accession numbers, can be accessed using the following links:
